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Cassava mosaic disease

Cassava mosaicdisease (CMD) has been known onthe Aficancontinent for morethana centuryalthoughitsimpact on production of casssava isgreaterthan ever. Following the
outbreakof an epidemic associated with a novelrecombinant virus designated LastAfrica cassava mmasaie virues- Uganda (EACMV-LIGZ) inUganda, EACMV-LIGZ hasspread to
neighbouring countries Thespread of thisvirus posesathreat tocassava production in manycountries. Urgent measuresare required toaddress this regionalthreat and monitoring
spread of thediszasethrough extensive surveys playsa key role in this management strateqy.
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Slepl. Freshsamples ame collected from the top-most
tender leaves showing CMDsymploms
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Slep 2. Feshsamples are putintubes and stored in
a cool box

Slep 3. Geographical position where sample s col
lected noted using a GPS

Slep 4. Total DHA 5 extracted using a portable kit
kusiru standard procedures (Fig. 2)

Findings

{There is rapid spread of EAGMV-UG2into northwest- )
em Tanzani@a (+400 km in b years) whilst spread =

much slower through western Kenya (<100 km n b

years)., New spread ofthe Uganda vanant into north-

easten Burundiand eastermGabon has beenshown,

with most EACMV-UG?2 diagnoses associated with

w hitefly-bome infechons. This epresents anincrease

in the area covered by EACMV-UG2 and significant

changes inthe CMG situabon.
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CMG distribution maps

Virusdiagnosestogether withthe comesponding GPS dataare used
togenerate CMGdistribution maps.

Conclusions
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1. Run PCR using Unversal pnmers forcassava
geminvirnuses detechon.

2. Punfy PCR product and dissolve inwaterto recover it

3. Restrctfull length DHNA A PCR product with
endonucleazes vl and EFcoRV

4. Digested DNA pmoducts are runon agamse
electrophoresis gels

5. Slained fragments visualized with transilluminating UV
lightand gels recorded using a Polaroid camera

'kﬁ. Interpretation of esults based on fragment lengths

EACMV-LIG2 has beendetected innew areas inthe cassava belt.
Additionally, vital infirmation hasbeen generated, which isimpor-
tant in aiding the targeting of control measures. This highlightsa
clearneed todevelopcontrol strategies. Thisway, the impact of
furtherspread of severe disease toimportant cassava-growing
areaswill be reduced,
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